Abstract: Lichens are a symbiotic association between a fungus and a green alga or a cyanobacterium, or both. They can grow in practically any terrestrial environment and play crucial roles in ecosystems, such as assisting in soil formation and degrading soil organic matter. In their thalli, they can host a wide diversity of non-photoautotrophic microorganisms, including bacteria, which play important functions and are considered key components of the lichens. In this work, using the BioLog ® EcoPlate system, we studied the consumption kinetics of different carbon-sources by microbial communities associated with the thallus and the substrate of Peltigera lichens growing in a Chilean temperate rain forest dominated by Nothofagus pumilio. Based on the similarity of the consumption of 31 carbon-sources, three groups were formed. Among them, one group clustered the microbial metabolic profiles of almost all the substrates from one of the sampling sites, which exhibited the highest levels of consumption of the carbon-sources, and another group gathered the microbial metabolic profiles from the lichen thalli with the most abundant mycobiont haplotypes. These results suggest that the lichen thallus has a higher impact on the metabolism of its microbiome than on the microbial community of its substrate, with the latter being more diverse in terms of the metabolized sources and whose activity level is probably related to the availability of soil nutrients. However, although significant differences were detected in the microbial consumption of several carbon-sources when comparing the lichen thallus and the underlying substrate, D-mannitol, L-asparagine, and L-serine were intensively metabolized by both communities, suggesting that they share some microbial groups. Likewise, some communities showed high consumption of 2-hydroxybenzoic acid, D-galacturonic acid, and itaconic acid; these could serve as suitable sources of microorganisms as bioresources of novel bioactive compounds with biotechnological applications.
Introduction
Lichens have been classically defined as mutualistic symbiotic associations where a fungus (mycobiont) provides a suitable habitat for an extracellular photobiont, either a green alga (chlorobiont) or a cyanobacterium (cyanobiont), or both. The photobiont fixes carbon through photosynthesis and, in the case of a cyanobacterium, also contributes to the fixation of nitrogen [1] . Approximately one-fifth of all known fungi have been described as obligate lichen-forming species [2] , reflecting the evolutionary success of this symbiotic association. Lichens exist as discrete thalli characterized by a poikilohydric lifestyle, allowing them to grow in virtually any terrestrial environment, from the pattern of the community associated with its thallus, but has less impact on the microbial community of its underlying substrate. For this, we analyzed the pattern of consumption of different carbon-sources as a measure of metabolic activity of microbial communities associated with both thallus and substrate of Peltigera lichens, in order to identify the mainly used carbon-sources which contribute to define the metabolic ability of each community and the differences between them.
Results and Discussion
Previously, 50 lichen samples from two forested sites in the Coyhaique National Reserve in southern Chile, were identified by phylogenetically related sequences of cyanobacterial small sub-unit (SSU) rDNA and fungal large sub-unit (LSU) rDNA with sequences previously reported for Nostoc and Peltigera. This way, we defined five cyanobiont (C01, C03, C10, C12, and C14) and six mycobiont (M1, M2, M4, M5, M6, and M8) haplotypes [42] . In our previous phylogenetic analysis [24] , most of our mycobionts formed defined and well-supported monophyletic groups with some of the Peltigera species downloaded from the database: M1 was closely-related to P. ponojensis, M2 to P. extenuata, M4 to P. rufescens, and M6 to P. frigida. However, some of our sequences were closely related to more than one species, forming defined and well-supported monophyletic lineages. Thus, we used the name of the most emblematic species in the group to name the lineage: M5 was part of the P. canina lineage, and M8 of the P. hymenina lineage. According to updated analyses of the species of these lineages, M5 and M8 most-likely correspond to P. 'fuscopraetextata' and P. truculenta, respectively [10, 14] .
Of these, three mycobiont (M5, M6, and M8) and one cyanobiont (C01) haplotypes were present in both sites. Regarding the symbiotic combinations (i.e., the analysis of which mycobiont is associated with which cyanobiont), four pairs were collected from site S1 (M5C01, M5C14, M6C01, and M8C10) and seven pairs were obtained from site S2 (M1C03, M2C03, M4C03, M5C01, M5C03, M6C01, and M8C12) ( Figure 1 ). Two of them (M5C01 and M6C01) were the most abundant ones in both sites (21 and 18 out of 50, respectively). P. 'fuscopraetextata' (related to M5), a species informally introduced by Miadlikowska et al. [20] and further supported by other studies [10, 43] , has been reported in Canada, USA, Argentina, and Chile [10] . On the other hand, P. frigida (related to M6) is restricted to southern Chile and Argentina [10, 21, 22, 24] . Therefore, it is expected that both species are highly abundant in the extreme south of South America (Holantarctic Kingdom according to Martínez et al. [21] or Neantarctic Region according to Magain et al. [10] ).
Although our study is confined to a particular geographic area, it is possible to observe some specificity patterns in the mycobiont-cyanobiont associations. In general, mycobionts are more specialized than cyanobionts, whereas cyanobionts associate frequently with several Peltigera species [10, 12, 14, 15] . This is the case of C03, which is associated with four mycobionts in a reduced area, although the abundance of its pairs is low, so probably the sampled forest is not the optimum environment for this cyanobacterium. Conversely, those lichens paired to the successful cyanobiont C01, such as M5 (most probably P. 'fuscopraetextata') and M6 (P. frigida), were the most abundant. P. 'fuscopraetextata' has asexual propagules (phyllidia) allowing the vertical transmission of the photobiont and thus high levels of specificity, which is in accordance with the results of Magain et al. [10] . In addition, these authors reported that P. frigida showed intermediate levels of specialization; although we found that this mycobiont just paired with the cyanobiont C01, when we extend the analysis to other sites, we actually observe that its specificity is not as high (e.g., in the Magallanes region, this mycobiont is paired with cyanobionts C02 and C14 [24] ). On the other hand, M8 (most probably P. truculenta), from the Polydactylon section, was associated with specific cyanobionts (C10 and C12, plus C11 if the broader sampling sites in Zúñiga et al. [24] are considered), which were not paired with any other mycobiont [24] . This was also observed across the class Lecanoromycetes, where specific monophyletic groups of lichens are specialized on specific groups of photobionts [44, 45] . More specifically, Peltigera species from section Polydactylon also have a high specialization [12, 15] at narrow phylogenetic or geographic scales. Nevertheless, it has been shown previously [14] that most South American Peltigera species from this section are more generalists than other species, which would be advantageous for colonizing new geographical areas or habitats. To carry out the metabolic profiling, composite samples from the lichen thallus and the associated substrate were prepared, grouping them by site (S1 and S2), mycobiont type (M), and cyanobiont type (C). This arrangement produced 11 samples from lichen thalli and 11 samples from the underlying substrates [42] . The kinetics of the consumption of carbon-sources of all samples were adjusted to the modified Gompertz equation, determining that at 48 h all the communities were in the exponential phase of color development (Appendix A). Thus, the communities analyzed in this study grow faster than those evaluated in other studies, where the exponential phase was reached only at 72 h [34, 46] . This difference should not be due to the temperature of the test since these were similar to those found in natural conditions (28 °C and 25 °C) . Therefore, it is likely that this difference in the growth rate is due to natural differences at the sampling sites, since it has been shown that environmental conditions can shape the metabolic structures of lichen bacterial microbiomes and bacterial communities of soils [34, 40, 46, 47] .
Subsequently, the consumption data of the 31 carbon-sources in EcoPlates TM by the lichen and substrate microbiotas registered during the exponential phase (48-72 h) were used to carry out a clustering analysis to group bacterial communities with similar carbon-source utilization patterns ( Figure 2) . The results revealed that the communities were distributed in three groups (Groups 1-3).
Group 1 includes the microbial metabolic profiles of almost all the substrates from site S2 (except S2M8C12-S, which was clustered in Group 3). The consumption of carbon-sources indicates that significantly higher metabolic activity was detected in the substrate microbiotas, which utilized mainly the following sources: D-mannitol and N-acetyl-D-glucosamine (carbohydrates); D-galactonic acid γ-lactone, D-galacturonic acid, and itaconic acid (carboxylic acids); L-arginine, L-asparagine, and L-serine (amino acids); and phenylethylamine.
Group 2 gathered the microbial metabolic profiles associated with the lichen thallus with mycobiont haplotypes M5 and M6, the most abundant ones in both sites. The patterns grouped in this cluster were characterized by a generally lower consumption of some carbon-sources when compared to those from the substrates clustered in Group 1, but they used mainly D-mannitol and the amino acids L-asparagine and L-serine at a similar level.
Group 3 was the most heterogeneous one and included the metabolic profiles of five microbial communities obtained from lichen thalli (S2M4C03-L, S2M1C03-L, S1M8C10-L, S2M2C03-L, and S2M8C12-L) and five obtained from the substrates (S1M8C10-S, S1M5C01-S, S1M6C01-S, S2M8C12-S, and S1M5C14-S). This group exhibited the lowest levels of carbon-source consumption. To carry out the metabolic profiling, composite samples from the lichen thallus and the associated substrate were prepared, grouping them by site (S1 and S2), mycobiont type (M), and cyanobiont type (C). This arrangement produced 11 samples from lichen thalli and 11 samples from the underlying substrates [42] . The kinetics of the consumption of carbon-sources of all samples were adjusted to the modified Gompertz equation, determining that at 48 h all the communities were in the exponential phase of color development (Appendix A). Thus, the communities analyzed in this study grow faster than those evaluated in other studies, where the exponential phase was reached only at 72 h [34, 46] . This difference should not be due to the temperature of the test since these were similar to those found in natural conditions (28 • C and 25 • C). Therefore, it is likely that this difference in the growth rate is due to natural differences at the sampling sites, since it has been shown that environmental conditions can shape the metabolic structures of lichen bacterial microbiomes and bacterial communities of soils [34, 40, 46, 47] .
Group 3 was the most heterogeneous one and included the metabolic profiles of five microbial communities obtained from lichen thalli (S2M4C03-L, S2M1C03-L, S1M8C10-L, S2M2C03-L, and S2M8C12-L) and five obtained from the substrates (S1M8C10-S, S1M5C01-S, S1M6C01-S, S2M8C12-S, and S1M5C14-S). This group exhibited the lowest levels of carbon-source consumption. The carbon-source consumption pattern by the lichen substrate microbial communities from site S2 (Group 1) appears more functionally diverse and metabolically active compared to that of the community of the lichen thalli and substrates from site S1. This is in accordance with the features of site S2, which is closer than site S1 to wetlands, meaning that the communities obtained from substrates of site S2 were presumably exposed to higher levels of organic matter [42, 48] .
On the other hand, two of the lichen samples whose mycobiont haplotypes are present in both sites (M5 and M6) grouped in the same cluster (Group 2), which suggests that of the mycobiont and the site, the former has the greater influence on the microbial community of the thallus. Although soil factors certainly affect soil microbial communities [49] , these factors could become less important in the case of soils influenced by lichens [50] . However, lichen samples with the mycobiont haplotype M8 (also present in both sites) did not group within this cluster, but clustered together with their substrates in Group 3. This mycobiont haplotype is the only one belonging to the section Polydactylon, whilst the other five are part of the section Peltigera [24] . Therefore, this metabolic differentiation could be a result of the distinct phylogenetic histories of each mycobiont section [17] . However, this metabolic differentiation could also be a consequence of the incidence of cyanobiont haplotypes C10 and C12, which show phylogenetic specificity with the mycobiont haplotype M8 [11] . The influence of photobionts on bacterial communities closely related to lichen thalli has been suggested before, as Normalized carbon consumption data at the exponential phase and Euclidean distance were used. Consumption data by each sample is shown with a circle plot for each carbon-source, and the diameter of the circle is proportional to the magnitude of consumption. The nomenclature for each composite sample indicates the site (S1 or S2), then the mycobiont (M1, M2, M4, M5, M6, or M8), then the cyanobiont (C01, C03, C10, C12, or C14) and whether it comes from lichen thallus (-L) or from the substrate (-S). Substrate samples names are emphasized in bold. M5C01 samples are indicated with triangles and M6C01 with stars. Filled triangles and stars indicate M5C01 and M6C01 samples from Site 1, whilst empty triangles and stars indicate M5C01 and M6C01 samples from Site 2.
The carbon-source consumption pattern by the lichen substrate microbial communities from site S2 (Group 1) appears more functionally diverse and metabolically active compared to that of the community of the lichen thalli and substrates from site S1. This is in accordance with the features of site S2, which is closer than site S1 to wetlands, meaning that the communities obtained from substrates of site S2 were presumably exposed to higher levels of organic matter [42, 48] .
On the other hand, two of the lichen samples whose mycobiont haplotypes are present in both sites (M5 and M6) grouped in the same cluster (Group 2), which suggests that of the mycobiont and the site, the former has the greater influence on the microbial community of the thallus. Although soil factors certainly affect soil microbial communities [49] , these factors could become less important in the case of soils influenced by lichens [50] . However, lichen samples with the mycobiont haplotype M8 (also present in both sites) did not group within this cluster, but clustered together with their substrates in Group 3. This mycobiont haplotype is the only one belonging to the section Polydactylon, whilst the other five are part of the section Peltigera [24] . Therefore, this metabolic differentiation could be a result of the distinct phylogenetic histories of each mycobiont section [17] . However, this metabolic differentiation could also be a consequence of the incidence of cyanobiont haplotypes C10 and C12, which show phylogenetic specificity with the mycobiont haplotype M8 [11] . The influence of photobionts on bacterial communities closely related to lichen thalli has been suggested before, as the photosynthetic and nitrogen-fixing capabilities of the photobionts could influence the availability of soil nutrients [40, 42, 50] .
The carbon-sources that were intensively metabolized by both types of communities (i.e., from lichens and substrates) were D-mannitol, L-asparagine, and L-serine. Mannitol is the most abundant polyol in nature; it is produced by bacteria, yeasts, fungi, algae, lichens, and many plants, and is used as a carbon and energy source [51] . In addition, this carbohydrate is the most widely distributed polyol in fungi, being found in spores, fruiting bodies, and mycelia [52] , which suggests that it could be very abundant in the soil of temperate rainy forests and therefore an important carbon-source for microbial communities from lichens and substrates. On the other hand, cyanobacteria and certain species of bacteria associated with lichens are able to liberate free amino acids [53] . Amino acids would become easily available to microbial communities during their growth and thus it is expected that a high utilization rate of amino acids is observed in these communities. Furthermore, considering that the metabolic abilities of microbial communities likely reflect the abundance and bioavailability of carbon compounds in the soil organic matter [54, 55] , the high use of amino acids suggests that they constitute an important energy source for soil microbial communities. Serine and asparagine are among the most abundant amino acids in the soil (5% of the total free amino acid content) [56] . On degradation to pyruvate and oxaloacetate, respectively, they become central in bacterial primary metabolism, and it is thus consistent that these carbon-sources were the most-consumed by both microbiotas.
Among the least consumed carbon-sources were 2-hydroxybenzoic acid, L-phenylalanine, and α-cyclodextrin. Aromatic compounds are stable in soils and are harder to degrade than many other organic compounds, since microorganisms require elaborate degradation strategies to overcome the high chemical stability of the aromatic ring [57] . However, it is interesting to highlight the high consumption of 2-hydroxybenzoic acid shown by the sample S2M5C03-S, since this acid is introduced into the environment because it is widely used as an intermediate in pharmaceuticals [58, 59] . Since this aromatic organic compound is very toxic, further studies of its biodegradation by the soil microbial community underlying that lichen are needed to search for bacteria with potential applications in the bioremediation of environments contaminated with this pollutant.
On the other hand, some nutrients were more extensively utilized by the communities from the substrates than from the lichens, among them N-acetylglucosamine, D-galacturonic acid, itaconic acid, and phenylethylamine. These preferences of the communities of these Group 1 substrates could mean that these nutrients are available in the studied forest soils, in such a way that these microbial guilds have been enriched. N-acetylglucosamine is a building block of the bacterial peptidoglycan cell wall and is a monomeric unit in many naturally occurring polymers, such as chitin in the cell walls of many fungi and the exoskeleton or cuticle of arthropods; it is thus very abundant in most ecosystems. In addition, it plays an important role in supplying carbon and energy to bacteria by entering the glycolytic pathway after it is converted into fructose-6-phosphate [60, 61] . D-galacturonic acid is one of the major polysaccharide constituents of plant cell walls, so it represents an important carbon-source for microorganisms living on decaying plant material, as found in the soil of temperate rain forests of southern Chile. In bacteria, this carboxylic acid is degraded in a five step pathway resulting in the formation of pyruvate and glyceraldehyde-3-phosphate [62] . Itaconic acid, an unsaturated dicarboxylic acid, and some alkylated derivatives are synthesized by some fungi and secreted in significant amounts to the environment [63] . Once secreted, this nutrient becomes available as a carbon and energy source by substrate-associated microbial communities. Finally, phenylethylamine is a microbial decarboxylation product of phenylalanine and can be found in fungi, bacteria [64] , and many algae [65] . The physiological role of amine synthesis seems to be related to defence mechanisms used by bacteria to withstand acidic environments [66] .
Two of the four abovementioned metabolites from Group 1 warrant particular attention, since it would be important to isolate microorganisms capable of metabolizing them in future work. First, we highlight D-galacturonic acid since it is the most abundant component of pectin, an abundant polysaccharide in plant cell walls. Pectin-rich residues, which are side products in sugar beet processing and in fruit juice production, are currently mainly used as animal feed, and it would be desirable to find new ways to convert this raw material into products of higher value [62] . Successful attempts have been described to ferment pectin-rich biomass to ethanol using genetically modified bacteria [67, 68] . Therefore, exploring the microbial communities of specific lichen substrates could help find microorganisms that participate in such fermentations. Second, we draw attention to itaconic acid because it is of growing interest for the chemical industry as a renewable organic acid with potential to replace crude oil-based products (e.g., acrylic acid) [69] . While the anabolic pathway of this carboxylic acid is well understood, the catabolic pathway requires further research in order to engineer a production host with a disabled degradation pathway and thus increase its biodegradation potential [69] .
Subsequently, we analysed samples M5C01 and M6C01 in more detail, since they were the most abundant symbiotic combinations at the two study sites, representing 95% and 68% of the samples collected in sites S1 and S2, respectively. Figure 3 shows the carbon-source consumption patterns of the microbial communities associated with M5C01 in site S1 ( Figure 3A ) and in site S2 ( Figure 3B ), which represent 43% and 44% of the samples collected at these sites, respectively. On the other hand, Figure 4 shows the carbon-source consumption patterns of the microbial communities associated with M6C01 in site S1 ( Figure 4A ) and in site S2 ( Figure 4B ), which represent 52% and 24% of the samples collected at these sites, respectively. desirable to find new ways to convert this raw material into products of higher value [62] . Successful attempts have been described to ferment pectin-rich biomass to ethanol using genetically modified bacteria [67, 68] . Therefore, exploring the microbial communities of specific lichen substrates could help find microorganisms that participate in such fermentations. Second, we draw attention to itaconic acid because it is of growing interest for the chemical industry as a renewable organic acid with potential to replace crude oil-based products (e.g., acrylic acid) [69] . While the anabolic pathway of this carboxylic acid is well understood, the catabolic pathway requires further research in order to engineer a production host with a disabled degradation pathway and thus increase its biodegradation potential [69] . Subsequently, we analysed samples M5C01 and M6C01 in more detail, since they were the most abundant symbiotic combinations at the two study sites, representing 95% and 68% of the samples collected in sites S1 and S2, respectively. Figure 3 shows the carbon-source consumption patterns of the microbial communities associated with M5C01 in site S1 ( Figure 3A ) and in site S2 ( Figure 3B ), which represent 43% and 44% of the samples collected at these sites, respectively. On the other hand, Figure 4 shows the carbon-source consumption patterns of the microbial communities associated with M6C01 in site S1 ( Figure 4A ) and in site S2 ( Figure 4B ), which represent 52% and 24% of the samples collected at these sites, respectively. The consumption profiles show that both substrate communities exhibited higher activity at site S2 ( Figures 3B and 4B ) compared with those at site S1 ( Figures 3A and 4A) , which is consistent with the results previously reported by Leiva et al. [42] , and suggests that edaphic factors have an effect on the level of metabolic activity of the soil microbial communities. On the other hand, when the microbial communities associated with the lichens are compared, the profiles are very similar depending on the mycobiont haplotype present in the thalli (M5, Figure 3 ; and M6, Figure 4) but independent of the site where the lichens grow. These results provide additional evidence that the lichen influences the metabolic pattern of the microbial community associated with its thallus, but has less impact on the microbial community of the underlying substrate.
Finally, when we statistically compared the consumption of each carbon-source by the microbiotas of these two lichen pairs (M5C01 and M6C01), we verified that 12 out of the 31 carbonsources were consumed equally (D-Cellobiose, i-erythritol, D-mannitol, γ-hydroxybutyric acid, α-ketobutyric acid, D-malic acid, 2-hydroxybenzoic acid, L-phenylalanine, L-serine, L-threonine, Tween 80, and α-cyclodextrin) ( Table 1) . Few studies distinguish microbial communities associated with the thallus versus those associated with the substrates where lichens grow [41, 42, 70] , but they all agree that bacteria associated with the lichen thalli could be recruited, at least in part, from the substrates where lichens grow. The consumption profiles show that both substrate communities exhibited higher activity at site S2 ( Figures 3B and 4B ) compared with those at site S1 ( Figures 3A and 4A) , which is consistent with the results previously reported by Leiva et al. [42] , and suggests that edaphic factors have an effect on the level of metabolic activity of the soil microbial communities. On the other hand, when the microbial communities associated with the lichens are compared, the profiles are very similar depending on the mycobiont haplotype present in the thalli (M5, Figure 3 ; and M6, Figure 4) but independent of the site where the lichens grow. These results provide additional evidence that the lichen influences the metabolic pattern of the microbial community associated with its thallus, but has less impact on the microbial community of the underlying substrate.
Finally, when we statistically compared the consumption of each carbon-source by the microbiotas of these two lichen pairs (M5C01 and M6C01), we verified that 12 out of the 31 carbon-sources were consumed equally (D-Cellobiose, i-erythritol, D-mannitol, γ-hydroxybutyric acid, α-ketobutyric acid, D-malic acid, 2-hydroxybenzoic acid, L-phenylalanine, L-serine, L-threonine, Tween 80, and α-cyclodextrin) ( Table 1) . Few studies distinguish microbial communities associated with the thallus versus those associated with the substrates where lichens grow [41, 42, 70] , but they all agree that bacteria associated with the lichen thalli could be recruited, at least in part, from the substrates where lichens grow. Table 1 . Statistical comparison of carbon consumption by lichen (-L) and substrate (-S) microbiotas of M5C01 and M6C01 from both sampling sites (S1 and S2). Average absorbance and standard deviation are shown. In rows, the same capital letter indicates no significant difference according to Games-Howell post hoc test (p < 0.05). In conclusion, the lichen thallus provides an adequate microhabitat that selects certain bacterial lineages [26] , probably through the production of metabolites [42, 71, 72] which could select specific lineages in order to carry out defined functions as part of a multispecies symbiosis [25] . Several studies have characterized the biologically active metabolites produced by lichens (e.g., antibiotic, antiviral, anti-inflammatory, analgesic, cytotoxic, etc.) [71, [73] [74] [75] [76] ; however, fewer studies isolated microorganisms associated with lichens as bioresources of novel bioactive compounds with biotechnological applications [77] [78] [79] [80] [81] . Here we propose that metabolic profiling could be used as a preliminary approach to select suitable samples to isolate microorganisms with specific metabolic features.
S1M5C01-
L S1M5C01-S S1M6C01-L S1M6C01-S S2M5C01-L S2M5C01
Materials and Methods

Study Sites and Sampling
Fifty Peltigera-thallus fragments (approximately 15 cm 2 each) and their associated substrate (i.e., soil) (approximately 15 cm 3 each) were collected from two plots 300 m away from each other (sites S1 and S2; approx. 2 Ha each) in a fragmented second-growth forest of Nothofagus pumilio [48] in the Coyhaique National Reserve (Aysén Region, Chile; 45 • 31 42.96 S, 72 • 1 51.95 W). These two sites are close to pine tree plantations, but site S2 is closer than site S1 to open spaces (i.e., rocky hillsides and a mallín, a kind of wetland) [42] . All samples were collected at least 1 m from the next closest thallus in order to minimize resampling of the same genetic individual. The samples were placed in paper bags and transported in cooled containers. In the laboratory, the lichen samples were stored in paper bags at room temperature, while the substrate samples (removed with a sterile brush and spatula) were sieved and stored in plastic tubes at 4 • C.
Lichen samples included in this study were previously identified by Zúñiga et al. [24] . The mycobiont and cyanobiont haplotypes were defined by analyzing the fungal LSU rDNA and cyanobacterial SSU rDNA regions, amplified with primers LIC24R and LR7 [17] , and PCR1 and PCR18 [82] , respectively. Phylogenetic analyses were performed with two sets of sequences; one set consisted of one representative of each mycobiont haplotype and 67 Peltigera sequences downloaded from GenBank, and the other set of sequences consisted of one representative of each cyanobacterial haplotype and 49 Nostoc sequences downloaded from GenBank. In addition, updated blast search analyses were performed in order to define the identity of mycobionts related to more than one reference species. Composite samples from both the lichen thallus and the associated substrate were prepared grouping the same mass of thallus or substrate of individual samples according to site (S1 and S2), mycobiont type (M) and cyanobiont type (C). Thus, the nomenclature for each composite sample indicates the site (S1 or S2), then the mycobiont (M1, M2, M4, M5, M6, or M8), then the cyanobiont (C01, C03, C10, C12, or C14) and whether it comes from the lichen thallus (-L) or from the substrate (-S).
Carbon-Source Utilization Pattern
The carbon-source utilization patterns of the microbial communities associated with lichen thalli and substrates were determined using EcoPlates (BioLog ® , Hayward, CA, USA), containing 31 different carbon-sources (including 7 carbohydrates, 7 carboxylic acids, 2 phosphorylated chemicals, 2 aromatic compounds, 1 ester, 6 amino acids, 2 amines, and 4 polymers) plus one blank control, in triplicate.
Microbial suspensions were obtained from 100 mg of thalli per composite sample, which were homogenized in 15 mL of PBS (137 mM NaCl, 2.7 mM KCl, 8 mM Na 2 HPO 4 , 2 mM KH 2 PO 4 ) and shaken overnight at 150 rpm and 25 • C. In the same way, microbial suspensions were obtained from 2 g of substrates (i.e., soil) per composite sample, which were shaken at 150 rpm and 25 • C for 1 h in 20 mL of PBS. The plates were inoculated with 100 µL of the previously filtered microbial suspensions from thalli or substrates, and subsequently incubated at 25 • C for 1 week in a humid chamber. Carbon-source utilization was monitored every 24 h for 7 days at 590 nm in an Epoch microplate reader (Biotek, Winooski, VT, USA). Precision and uncertainty of the measurements of absorbance were calculated using a randomly chosen sample from each of both batches of samples (i.e., thalli and substrates) at each timepoint. Reproducibility (precision) of the analytical method was determined by estimating the relative standard deviation (RSD) of triplicate readings using the formula RSD = (s/x) * 100, where s is the standard deviation of the data set, and x is the average of the data set. In addition, the experimental uncertainty was estimated using the confidence interval (CI; 95% level of confidence) of triplicate readings using the formula CI = x ± ts/ √ n , where x is the average of the data set, t is the Student's t for the desired level of confidence, s is the standard deviation of the data set, and n is the number of measurements (Table A1) . Data were processed by subtracting the absorbance value at time zero, to minimize the interference of the sample colour [83] , and the absorbance value from the control (water). In the data analysis, absorbance values of 0.1 or higher were considered positive and absorbance values higher than 2 were normalized to 2, according to the detection limit of the reader. To determine the incubation time at which all the communities were in the exponential phase of each curve and when the maximum absorbance was reached, data were adjusted using the modified Gompertz equation [84] using OriginPro software v8.07 (OriginLab Corporation, Northampton, MA, USA) ( Figure A1 ). For the following analyses, the average of the data recorded at 48 h and 72 h for each carbon-source was used, since both plate reading times correspond to the exponential phase of the carbon-consumption kinetics.
Data Analyses
Circos plots representing the symbiotic combinations of mycobiont and cyanobiont haplotypes were obtained in Circos Table Viewer v0 .63-9 [85] .
Kinetic parameters (λ, µ m , and A) obtained from the modified Gompertz fitting were compared between each lichen and the corresponding substrate with one-way ANOVA comparisons with SPSS Statistics v17.0 (SPSS Inc, Chicago, IL, USA) since data showed a normal distribution according to the Jarque-Bera test and homoscedasticity of variances according to the Levene´s test.
Clustering of average carbon consumption data was performed in Past software v3.20 (University of Oslo, Oslo, Norway) [86] , under Ward's method with Euclidean distance. The resultant tree was exported, formatted in newick format and then imported in the iTOL v4.2.3 platform [87] , where consumption data was added as a shape plot formatted dataset.
Since the data have a normal distribution according to the Jarque-Bera test (except those of α-D-Lactose consumption that had to be transformed by cubic root to have a normal distribution) but the assumption of homoscedasticity of variances was not fulfilled according to the Levene's test, Welch's t-test and Games-Howell post hoc test were used to evaluate the differences in the consumption of each carbon-source between the M5C01 and M6C01 samples, considering both lichen and substrate samples, using SPSS Statistics v17.0 (SPSS Inc, Chicago, IL, USA). 
